
m
fr 

k
 

s
 d

) 

0
 

rn 
3 2 

m
 m
 

0
 

n 
d
 

r
l
 

ch 

m
 

00 
0
 

c
-, 
h

 
m

 
m

 
u 

4
 

4
 

c m
 0
 

4
 

I
 

\
 

c 
d
 

c6 
a

d
 

4
 

0
 

0
 

d
 

d
 

m
 

-
r

 
1
 

6
) 

m
 

4
 

u 
c 

I
 

c6 



h
 

m
 

u 1
 

& 1
 

1
 

b
d

 

Q
 

6
 

0
 







Td 
d

) 
c
,
 

r
j 

d
) 

m
 

d
) 

EL 
3
 c, 

2 e c
, 

c
, 

Td 
E: 3
 

0
 

cd 
1
 

1
 

3
 c, 

Td 
d

) 
m

 

0
 

Td 
d

) 

c
, 

c
,
 

0
 

d
) 

!2 d
) 

d
) 

1
 

0
 

cd 
m

 
1

 
Td 
0
 

B
4

 
v1 
h

 C
I 
0

 

z 5
 

k
 

m
 

C
I 
0

 

0
.
 

k
 

d
) 

0
 

5
 

Td 
0
 

E4 

1
 

cd 
cd 
E: 

Pi 
m

 
c 

C
I 
0
 

0
 

0
 

54 
d

) 
c
, 

m
 

v1 
-c

, 
1
 

3
 

m
 

6
) 

k
 

8 
Td 

Pi 8 
62 

C
I 
0
 

c
, 

0
 

cd 
0

 
cd 

a
 d

) 

8 EL Q
 

d
) 

0
 

E: d
) 

k
 

m
 

c
, 

8 “f3 E 0
 

cd 
C

I 
0
 

h
 

s
 

8 E 
s
 2 

m
 

c
, 

2
 

C
I 
0
 

d
) 

8 
Q

 



aj d 0
 

d
) 

m
 

ca 
a 



c 
3
u
 





c 



protein # times  found 
owllf697561f697 2 
owllg698431g698 4 
owllg699851g699 2 
owllh69841  lh698 2 
ow110083271GLGD-BACST 2 

owllp023941r17- 8 
owllp026621casl 8 
owllpO2961 lsasg 2 
owllp029681fla- 5 
owllp088771pthp 9 
owllp149491thio 10 
owllp269011catv 6 
owllp27876ltpis 4 
owllp285991ch10 3 
owllp32081 lcspb 5 
owllp384941rsl h 6 
owllp41018lcspb 9 
owllp49814lmdh- 8 
owllp507271fer- 3 
owllp517771cspd 4 

owl~poooo4~cyc~ 7 

organism 
BACILLUS SUBTILE 
BACILLUS  SUBTlLlS 
BACILLUS  SUBTlLlS 
BACILLUS  SUBTlLlS 
BACILLUS  STEAROTHERMOPHILUS. 
contaminant 
BACILLUS  SUBTlLlS 
contaminant 
BACILLUS 
BACILLUS SUBTILE 
BACILLUS  SUBTlLlS 
BACILLUS  SUBTlLlS 
BACILLUS SUBTILE 
BACILLUS  SUBTlLlS 
BACILLUS  SUBTlLlS 
BACILLUS  SUBTlLlS 
BACILLUS SUBTILE 
BACILLUS  GLOBISPORUS 
BACILLUS  SUBTlLlS 
BACILLUS  SUBTlLlS 
BACILLUS SUBTILE 
BACILLUS  SUBTlLlS 



definition 
tellurium resistance protein homolog yceD - Bacillus subtilis 
oligoendopeptidase homolog yjbG - Bacillus subtilis 
3-hydroxbutyryl-CoA dehydratase homolog ysiB 
conserved hypothetical protein yitW 
GLYCOGEN  BIOSYNTHESIS  PROTEIN  GLGD 
contaminant 
50s RIBOSOMAL  PROTEIN  L7/L12  (BL9) ('A' TYPE)  (VEGETATIVE  PROTEIN ... 
contaminant 

FLAGELLIN. 

THIOREDOXIN  (TRX). 
VEGETATIVE  CATALASE 
TRIOSEPHOSPHATE ISOMERASE  (TIM). 
10 KDA CHAPERONIN  (PROTEIN CPN10) (PROTEIN GROES). 
COLD SHOCK PROTEIN CSPB (MAJOR  COLD SHOCK PROTEIN). 
30s RIBOSOMAL  PROTEIN S I  HOMOLOG. 
COLD SHOCK PROTEIN CSPB 
MALATE DEHYDROGENASE  (VEGETATIVE  PROTEIN 69) (VEG69) 
FERREDOXIN 
COLD  SHOCK  PROTEIN CSPD 

PEPTIDASE T (AMINOTRIPEPTIDASE) (TRIPEPTIDASE). 
ALKYL HYDROPEROXIDE  REDUCTASE C22 PROTEIN  (GENERAL STRESS PROTEIN 22). 
TRIGGER FACTOR  (TF)  (VEGETATIVE  PROTEIN 2) (VEG2). 
contaminant 
PUTATIVE  NAD(P)H  NITROREDUCTASE YDGl 
ALANINE DEHYDROGENASE (STAGE V SPORULATION  PROTEIN N) 
wEST02554 Early embryo,  Stratagene (cat. #937007) Caenorhabditis elegans cDNA clone CEESW23, mRNA 

SMALL, ACID-SOLUBLE SPORE PROTEIN GAMMA-TYPE (SASP) 

PHOSPHOCARRIER PROTEIN  HPR  (HISTIDINE-CONTAINING PROTEIN). 

HYPOTHETICAL 39.7 KD PROTEIN IN GLNQ-ANSR  INTERGENIC  REGION 



accession # 

contaminant 

contaminant 

PO2968 
PO8877 
P14949 
P26901 
P27876 
P28599 
P32081 
P38494 
P41018 
P49814 
P50727 
P51777 
P54542 
P55179 
P80239 
P80698 
contaminant 
P96707 
(208352 



function 
unknown; similar to tellurium resistance protein 
unknown; similar to  oligoendopeptidase 
unknown; similar to 3-hydroxbutyryl-CoA dehydratase 
unknown; similar to unknown proteins 
required for glycogen  biosynthesis 
contaminant 

contaminant 

FORM  THE  FILAMENTS OF BACTERIAL  FLAGELLA. 
COMPONENT OF THE PHOSPHOENOLPYRUVATE-DEPENDENT SUGAR PHOSPHOTRANSFERASE SYST 
REDOX  REACTIONS & CATALYZES  DITHIOL-DISULFIDE  EXCHANGE  REACTIONS 
SERVES  TO PROTECT CELLS  FROM  THE  TOXIC EFFECTS OF HYDROGEN  PEROXIDE. 
PLAYS AN IMPORTANT  ROLE IN SEVERAL  METABOLIC  PATHWAYS 

BINDS TO CPNGO AND SUPPRESSES THE  ATPASE ACTIVITY 
CAN ACT AS TRANSCRIPTIONAL  ACTIVATOR OF COLD SHOCK GENES 
RIBOSOMAL PROTEINS 
AFFECTS CELL VIABILITY AT  LOW TEMPERATURES 

TRANSFER ELECTRONS IN A WIDE  VARIETY OF METABOLIC REACTIONS. 
[INDUCTION] IN RESPONSE  TO LOW TEMPERATURE. 
COULD  BE A PEPTIDASE 

DIRECTLY REDUCES ORGANIC  HYDROPEROXIDES IN ITS  REDUCED  DlTHlOL  FORM. 
INVOLVED IN PROTEIN  EXPORT. ACTS A S  A CHAPERONE BY MAINTAINING THE NEWLY SYNTHESIZED 
contaminant 
unknown; similar to NADH dehydrogenase 

[CATALYTIC  ACTIVITY]  L-MALATE + NAD(+) = OXALOACETATE + NADH 

HYDROLYZES A VARIETY OF TRlPEPTlDES CONTAINING  N-TERMINAL  METHIONINE,  LEUCINE, OR  PHE 

ASSIMILATION OF L-ALANINE AS AN ENERGY SOURCE THROUGH  THE  TCA  CYCLE  DURING 



EM (PTS), 

NYLALANINE 

PROTEIN IN AN OPEN CONFORMATION 
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